. Structure comparison of FBAs. A) EcFBA structure (NAT2). A) The NAT1 and NAT2 structures of EcFBA are well conserved (Table S3 ). B) GlFBA structure (PDB ID: 3GB6). C) SaFBA structure (PDB ID: 4TO8). D) Superimposed structures of EcFBA, GlFBA, and SaFBA. Overall structure of core (α/β)8 barrel and two long protruded helices involved in dimerization was well conserved in FBAs.
However, the loops connecting the (α/β) 8 barrel showed differences in structures. The representative variable loop regions in Fig. S1 are shaded in circles or ovals with the same color in each structure. The catalytic metal-binding site in each protomer was also represented in red circles. Values in parentheses are for the highest resolution shell.
where is the mean intensity of ith observation of symmetry-
where is the calculated protein structure factor from the atomic model (Rfree was calculated with a randomly selected 5% of the reflections).
Table S2. Metal ion occupancy and coordination of His residues in EcFBA structures
EcFBA is previously shown to have mutually exclusive two metal binding sites (Blom et al., 1996) . Firstly, the metal occupancy of Zn1 and Zn2 was calculated separately. The combined metal occupancy of Zn1 and Zn2 was slightly higher than 1.0. The interpreted metal occupancy was the adjusted occupancy to have the combined occupancy of Zn1 and Zn2 as 1.0. The other metal occupancy was rounded to the first decimal value. 
